Mycoplasma gallisepticum infection of poultry can cause significant losses for poultry producers. Live attenuated M. gallisepticum vaccines mitigate the losses caused by infection, although the antigens that lead to immune protection have not been identified. Here, we report the sequencing of two vaccine strains and one field strain.
barcode sorting were performed using Albacore version 2.0.1 (Oxford Nanopore Technologies). Porechop version 0.2.4 was used to remove barcode and adapter sequences (6) . Fastqutils from the NGSUtils package version 0.5.9 was used to remove sequences shorter than 3,000 bases to facilitate assembly (7) . Average sequence length postfiltering for MinION sequences was Ͼ12,000 bases for all genome samples, with 18,390/30,402 sequences retained for 6/85, 16,935/28,466 sequences retained for ts-11, and 21,170/37,143 sequences retained for mx-4. This resulted in greater than 200ϫ coverage for each MinION data set. Genome assembly using both the Illumina and MinION data was performed using the hybrid assembly mode of Unicycler version 0.4.1 (8) . Each genome was assembled into a single circular contig. Genome annotation was performed using the NCBI Prokaryotic Genome Annotation Pipeline during genome submission (9, 10). The total genome sizes and other genome statistics are given in Table 1 .
Data availability. The annotated genomes along with the sequencing reads were deposited in GenBank and the Sequence Read Archive. The accession numbers are listed in Table 1 . 
